X 

B 
a 

PQ 



mi 



< 

o 

S-i 

H 



a. 



\ 

Figure 1 




Figure 2 



o 

H 

m 

O 
Q 

ri 



< 
CO 

o 



CD 

b 





CM 




St 



CO 
CD 

c 
o 

S2 ° 

I- c 
a> 



o 

CD 



O 
CD 



o 



o 

C\J 



o 
o 

o 



009aO/SZ9QO 



Figure 3 




Figure 4 




Figure 5 



imp.. ■A^w.expu^v .wjl ci^i-oia bim.pi . uuo 
iM - Results 01 the AluinnKm ot - Nucleic Ac.d sequences 

• • - - 

I^ASv ^ ^ Contact SWISS . pRQT j 
mm ExPASv us i^li 



SIM - Results of the Alignment 




Click te to view these alignments graphically with the T.ALNVIEW program (mime-type 

chemical/x-aln2). 



Results of SIM with: 

Sequence 1: Wild (1882 residues) 



Sequence 2: A/C, (1594 residues) _ 

J;i / - z £-> ? 7 2. 



A. I -'■ 

using the parameters: <j 

Number of alignments computed: 20 ^ f J * 

Cost of a matching aligned pair: l ^ _ ^ 

Cost of a transition: -i 

Cost of a transversion: -i g ^ ^ J> . r ✓ 

Gap open penalty: 6.0 3 . ' 

Cran extension Denaltv: 0.2 Af ' / t*±£s*-L-~- • 



Jjjj| Evaluate the significance of this protein sequence similarity score using PRSS at EMBnet-CH. 



new. 



99.2% identity in 1461 res 

Wild 291 
A/C, 



idues overlap; Score: 1437.0; Gap frequency: 0.01 




351 CTCGriCTCGSCC*^ 

411 CTTCGTGRGCGTTATTCCGCTTCTAA.GCCATTGAAGGGTGTCAGAATCTCTGGTTCCCTC 



Wild 
A/C, 



Figure 6a 
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liM - Results ot the Alignment ot 2 Nucleic AcU Sequences 



uttp:.. .expaaycu cui-oui Miu.pi.nuc; 



A/C, 



Wild 
A/C, 



Wild 
A/C, 



Wild 
A/C, 



Wild 
A/C, 



Wild 
A/C, 



Wild 
A/C, 



;.fi Wild 
Ci A/C, 



Wild 
A/C, 



Wild 
A/C, 



Wild 
A/C, 



M 5 



Wild 
A/C, 



Wild 
A/C, 



Wild 
A/C, 



Wild 
A/C, 



Wild 
A/C, 



Wild 



191 CTTCGT 



!GTT ATT CC GCTT CT AAGC CAT T GAAGGGT GT 1 



.TCTCTGGTTCCCTC 



***,***^********************************* 1 ^*************** 

4 7 1 CACATGACAGTCCAGACAGCGGTCCTTATTGAGACACTCACAGCTCTTGGTGCTGRTGTC 

Hi cacatgScaotccagacagccgtcctcatcgaga^ 

2 ^IS*V?* ********* ***** ** ****************************** 

5 * 1 agatgggcttcctgcaacatcttctctacacaagatacagccgctgctgctatcgttgtc 
5^ SXgcttSSgcaa^ 



********** 



************** 



711 ccacagcaggttgtcgatgatggtggtgatgctacactcctcatctccaagggcttcgaa 

771 TTCGAAACAGCCGGTGCTGTCCCAGAGCCAACAGAAGCTGACAACCTCGAATACCGCTGC 
fi * 1 GTTCTTGCTACACTCAAGCAGGTCTTCAACCAAGACAAGAACCACTGGCACACAGTTGCT 



r*** ******* ******* 



********^ 



a q i r^rrrCATGAACGGTGTTTCCGAAGAGACAACAACAGGTGTCCACCGCCTCTACCAGCTC 

61 ?*^*I**7************************************************* 

rnrnBrraGGGCAAACTCCTCTTCCCAGCCATCAACGTCAACGACGCTGTTACAAAGTCC 



inn A AGTT CGAT AAC AT CT AC GGCT GT CGC C ACT CCCT TAT C GATGGT AT CAACC GTGCTTCC 
1011 AAGTTCGATAACA1U1* , g ^ t ^ CGCCACTCCCTTATCGATGGTATCA ACCGTGCTTCC 

r * ****************** **************** 



791 AAGTTCGATAACATCTACC 

*********************** ** 



1 1 91 TGCGCTCTCCAGGCTGTCATGGAAGGCTACCAGGTCCGCCGCATCGAGGAAGTCGTCAAG 

SJIS^;************************************************ 



[•CGGTAACATCGGCCACTTCGATAACGAAATTGAT 
[-CGGTAACATCGGCCACTTCGATAACGAAATTGAT 
*********************************** 

1371 ACAGATGGCCTCATGAAATACCCAGGCATCAAGCACATCCCAATCAAGCCAGAATACGAC 
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Figure 6b 
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A/C, 



Wild 
A/C, 



Wild 
A/C, 



Wild 
A/C, 



Wild 
A/C, 



Wild 
A/C, 



1151 ACAGAT(^Bi'CATGAAATACCCAGGCATCAAGCACATCCC^|^AGCCAGAATACGAC 
****************************** *^^^ ************** 

1431 ATGTGGGAATTCCCAGATGGCCACGCTATCCTCCTTCTTGCTGAGGGCCGCCTTCTTAAC 
1211 ATGTGGGAATTCCCAGATGGCCACGCTATCCTCCTTCTTGCTGAGGGCCGCCTTCTTAAC 
★ **** *************** ****************************** *********- 

1491 CTT GGTT GCGCTAC AGGT CACCCAT CTTT CGTT AT GT CAAT GT CATT CACAAACCAGAC A 
1271 CT T GGCT GCGCT ACAGGTCACCCAT CTTT CGTTAT GT CAAT GTCATT CACAAACC AGACA 
***** ****** ********************** *********** *************** 

1551 CTCGCTCAGCTCGACCTCTACGAAAAGAGAGGAAATCTCGAGATGAAGGTTTACACACTT 
mi CTCGCTCAGCTCGACCTCTACGAAAAGAGAGGAAATCTCGAGAAGAAGGTTTACACACTT 

XOJX oi^iv^nvj _^^^^******************* **************** 



****** 



************************************* ************** 



1611 CCGAAGCATCTCGATGAAGAAGTCGTTCGCCTCCACCTCGGATCTCTCGATGTCCACCTT 
13 91 CCGAAGCATCTCGATGAAGAAGTCGCTCGCCTCCACCTCGGATCTCTCGATGTCCACCTT 
************************* ********************************** 

1671 ACAAAGCT T ACACAGAAGCAGGCT GACT ACAT CAACGTT C CAGT T GAGGGT C CT T AC AAG 
1451 ACAAAGCT T ACACAGAAGCAGGCT GACT AC AT CAAC GT T C CAGT T GAGGGT C C T T AC AAG 
****V***********************^ 



Wild 
A/C, 



1731 TCT GAT GCT T ACCGTT ATTAA 
1511 TCTGATGCTTACCGTTATTAA 
********************* 



65.9% identity in 44 residues overlap; Score: 14.0; Gap frequency: 0.0% 



Wild 
A/C, 



782 C GGT GCT GT CCCAGAGCCAACAGAAGCT GACAACCT CGAATAC C 
682 CGGT GTT T CCGAAGAGACAACAACAGGT GT CC ACCGCCT CT ACC 
***** * * **** ***** ■** ** * *** * **** 



80.0% identity in 20 residues overlap; Score: 12.0; Gap frequency: 0.0% 



Wild 
A/C, 



1053 GGTATCAACCGTGCTTCCGA 
674 GGCAT G AAC GGT GT T T C C GA 
** ** *** *** ****** 



87.5% identity in 16 residues overlap; Score: 12.0; Gap frequency: 0.0% 



Wild 
A/C, 



5 64 GATACAGCCGCTGCTG 
554 GAAACAGCCGGTGCTG 
** ******* ***** 



64.3% identity in 42 residues overlap; Score: 12.0; Gap frequency: 0.0% 



Wild 
A/C, 



1224 GTCCGCCGCATCGAGGAAGTCGTCAAGGATGTCGATATCTTC 
7 10 GTCCACCGCCTCTACCAGCTCGAGAAGGAGGGCAAACTCCTC 
**** **** ** * * *** ***** * * * ** ** 



87. 



.5% identity in 16 residues overlap; Score: 12.0; Gap frequency: 0.0% 



Wild 
A/C, 



774 GAAACAGCCGGTGCTG 
344 GATACAGCCGCTGCTG 
** ******* ***** 
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